
Journal of Genetics, Vol. 97, No. 1, March 2018, pp. 157–172 © Indian Academy of Sciences
https://doi.org/10.1007/s12041-018-0898-8

RESEARCH ARTICLE

Identification, molecular characterization and analysis of the expression
pattern of SoxF subgroup genes the Yellow River carp, Cyprinus carpio

TINGTING LIANG, YONGFANG JIA, RUIHUA ZHANG, QIYAN DU∗ and ZHONGJIE CHANG

College of Life Science, Henan Normal University, Xinxiang 453007, Henan, People’s Republic of China
*For correspondence. E-mail: 041019@htu.edu.cn.

Received 16 January 2017; revised 18 June 2017; accepted 12 July 2017; published online 5 March 2018

Abstract. Sox7, Sox17 and Sox18 are the members of the Sry-related high-mobility group box family (SoxF) of transcription
factors. SoxF factors regulate endothelial cell fate as well as development and differentiation of blood cells and lymphatic vessels.
There is very less information about the functions of these genes in fish. We obtained the full-length cDNA sequence of SoxF genes
including Sox7, Sox17 and Sox18 in Cyprinus carpio, where Sox7 and Sox18 had two copies. The construction of a phylogenetic
tree showed that these genes were homologous to the genes in other species. Chromosome synteny analysis indicated that the gene
order of Sox7 and Sox18 was highly conserved in fish. However, immense change in genomic sequences around Sox17 had taken
place. Numerous putative transcription factor binding sites were identified in the 5′ flanking regions of SoxF genes which may be
involved in the regulation of the nervous system, vascular epidermal differentiation and embryonic development. The expression
levels of SoxF genes were highest in gastrula, and was abundantly expressed in the adult brain. We investigated the expression levels
of SoxF genes in five specific parts of the brain. The expression levels of Sox7 and Sox18 were highest in the mesencephalon, while
the expression level of Sox17 was highest in the epencephalon. In carp, the expression patterns of SoxF genes indicated a potential
function of these genes in neurogenesis and in vascular development. These results provide new information for further studies on
the potential functions of SoxF genes in carp.

Keywords. SoxF subgroup; phylogenetic analysis; chromosome synteny; transcription factor binding sites analysis; expression
patterns; Cyprinus carpio.

Introduction

The Sox genes are characterized by a DNA-binding Sry-
related highmobility group (HMG) domain and theywere
first identified in mammals (Cui et al. 2011; Chang et al.
2017). Since the discovery of the Sox gene, a large num-
ber of Sox transcription factors have been identified in
vertebrates and invertebrates (Sarkar and Hochedinger
2013;Watanabe et al. 2016).With the use ofwhole-genome
sequencing and genomewide characterization, more than
40members of theSox family have been identified inmam-
mal, birds, reptiles, amphibians and fish (She and Yang
2015; Wei et al. 2016). Over 20 Sox genes have been found

Electronic supplementary material: The online version of this article (https://doi.org/10.1007/s12041-018-0898-8) contains supplemen-
tary material, which is available to authorized users.

in mice and humans (Schepers et al. 2002), 19 in medaka,
and 27 in tilapia (Cnaani et al. 2007; Han et al. 2010).

A considerable number of evidence indicates that Sox
genes participate in the regulation of a variety of devel-
opmental processes in animals. Sox transcription factors
play a crucial role in neurogenesis, cardiogenesis, angio-
genesis, chondrogenesis, in endoderm development, and
in sex determination and differentiation (Kashimada and
Koopman 2010; Jiang et al. 2012).
The family of Sox genes is subdivided into 11 groups

(named from A to K) based on the sequences of both
DNA and proteins (Kamachi and Kondoh 2013; Wei
et al. 2016; Fu and Shi 2017). The SoxF subgroup tran-
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scription factors include three members (Sox7, Sox17
and Sox18) (Zhou et al. 2015). These three genes share
some essential functions, including regulation of embry-
onic development, stem cell induction and earlymesoderm
induction (Abdelalim et al. 2014; Kinoshita et al. 2015;
Banerjee and Ray 2017).

In recent years, transcription factors of the SoxF sub-
group have been widely studied and their functions are
characterized. These functions include the regulation
of angiogenesis and regulation of endothelial cell fate
(Morini and Dejana 2014; Kim et al. 2016). In mice,
Sox7 is indispensable for primitive endoderm differenti-
ation (Kinoshita et al. 2015). Sox7-enforced expression
promotes the expansion of blood progenitors, impairs B
lymphopoiesis and regulates cardiovascular development
(Behrens et al. 2014;Cuvertino et al. 2016;Lilly et al. 2017).
In addition, Sox7 promotes neuronal apoptosis by regu-
lating β-catenin activity in mice (Wang et al. 2015).

Sox17 haploinsufficiency leads to mice female subfertil-
ity; it is a critical marker of the fate of human primordial
germ cells (Hirate et al. 2016; Irie et al. 2016). Sox17-
related pathways are activated in brain arteriovenous
malformation (Hermanto et al. 2016).
Sox18 plays a major role in lymphangiogenesis, angio-

genesis and cardiovascular development in humans and
in mice (Duong et al. 2014; Bastaki et al. 2016). Sox18
hypomethylation and its interaction with other environ-
mental and genetic factors causes neural tube defects
(Rochtus et al. 2016).
It is thus clear that SoxF genes are closely linked to

the functions of the cardiovascular system and nervous
system. However, research on genes of the SoxF subgroup
is scarce in teleost fish. Genes of the SoxF subgroup have
not been characterized in the Yellow River carp.
The common carp, Cyprinus carpio, is one of the most

important cyprinid species, accounting for 10% of the
global freshwater aquaculture production (Peng et al.
2014). The Yellow River carp (C. carpio var.) is a pop-
ular aquaculture fish in China. The Yellow River carp
has great economic value because of its nutrient content,
rapid growth, and easy cultivability. After gonad differen-
tiation, female carps significantly grow faster than males
(Wohlfarth et al. 1975; Wang 2009). The nervous system
is involved in the regulation of food intake, movement and
reproduction (Dunn et al. 2016; Hwang et al. 2016; Zhang
et al. 2016). Moreover, the central nervous system partic-
ipates in the regulation of sex differentiation in fish (Lin
et al. 2016). Thus, structural and functional analyses of
carpSoxF genes are of great scientific value in aquaculture.
In this study, we describe the identification and molecular
characterization of genes of the carp SoxF subgroup and
investigated the expression patterns of carp SoxF genes in
adult fish and early embryo development. Our results help
to understand the functions of the SoxF genes in the regu-
lation of central nervous system and sex differentiation in
carp.

Materials and methods

Materials

Adult carps were obtained from Henan Provincial Rese-
arch Institute of Aquaculture. Artificially fertilized eggs
were incubated at 23 ± 2 ◦C in hatching tanks with an
open recirculation water system and continuous aeration.
Embryos of five different stages (blastula, gastrula, neu-
rula, tail-bud and hatching) were collected. The division of
embryonic developmental stageswas performed according
to Lin and Chapman (Lin and Weng 1986; Chapman and
George 2011). Adult tissues, including heart, liver, kidney,
forebrain, hindbrain, gonad, foregut, hindgut, scale, fin,
muscle, eye, spleen and gill were collected. Five parts of the
fish brain (diencephalon, mesencephalon, macromyelon,
epencephalon and telencephalon) were carefully sepa-
rated. These biological materials were stored at −80 ◦C
until isolation of RNA.

Extraction of RNA from tissues

For adult tissues, the biological materials from three
individuals were pooled together. For RNA extraction
at different developmental stages, biological materials
from 5 to 10 embryos were pooled. Total RNA was
extracted from adult tissues and from embryos of differ-
ent developmental stages using Trizol reagent (Invitrogen,
Carlsbad, USA), according to the manufacturer’s instruc-
tions. Total RNA was treated with DNaseI (Promega,
Shanghai, China) to eliminate contaminating DNA. The
quality of tissues RNA was estimated with a 28S:18S
ratio of ∼2:1, OD260/280 ratio≈1.9–2.2. RNA concen-
tration was determined by spectrophotometric methods.
cDNA was then synthesized using Prime Script Reverse
Transcriptase (TaKaRa, Shiga, Japan) from 1 μg of total
RNA.

Molecular cloning of genes of the SoxFsubgroup

Based on the sequencing data of ovarian transcriptome
of carp performed in our laboratory (unpublished data),
three different cDNA sequences with high homology to
SoxF genes of other specieswere identifiedbyBLASTsoft-
ware (http://blast.ncbi.nlm.nih.gov/Blast.cgi). Homology
analysis of nucleotide sequence of the genes of the SoxF
subgroup was performed by BLAST software. Homol-
ogous nucleotide and protein sequences were confirmed
using the BLASTn and BLASTx search algorithm in
NCBI (http://www.ncbi.nlm.gov/blast).
To validate the accuracy of SoxF genes sequences from

the transcriptome sequencing data, specific primers were
designed on the completeSox7 (three primer pairs), Sox17
(two primer pairs), and Sox18 (three primer pairs) genes
sequences (table 1). These primers covered all the putative
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Table 1. The primers used to validate the accuracy of the SoxF genes sequences.

Usage Primer name Primer sequences (5′−3′)

Sox7-full-length 1.Sox7-Fw 5′ATCTCTCTCACAGTGCTCTT3′
1.Sox7-Rv 5′CGAGTAGTAGGTCTGGTGTT3′
2.Sox7-Fw 5′CAGCAGCTTCGATACGTACC3′
2.Sox7-Rv 5′GACTTCCTGTAGCTTCTCTT3′
3.Sox7-Fw 5′CGGCAGCCTATTACAACAAC3′
3.Sox7-Rv 5′AGACCTACAGACAGAATCAC3′

Sox17-full-length 1.Sox17-Fw 5′GCGTGTAGGAGATGAGCAGT3′
1.Sox17-Rv 5′TGCTGTGCTTATAAGTGTGA3′
2.Sox17-Fw 5′CTGCCATGCCTCCTGATTAC3′
2.Sox17-Rv 5′TCCTAACACAGCCATGAACC3′

Sox18-full-length 1.Sox18-Fw 5′GTCCTGGTGTTGCTTCTATT3′
1.Sox18-Rv 5′ATATTGGAGTAGAGACCGTT3′
2.Sox18-Fw 5′GGAGGCGGAGATTCAGTGTT3′
2.Sox18-Rv 5′AGCATACAGTAGCTGGATGG3′

open reading frame (ORF) and some untranslated regions
(UTRs) of the SoxF genes. Real-time PCR (RT-PCR) was
performed on a C1000 Touch apparatus (Bio-Rad, Her-
cules, USA), in a 25μL reaction volume that contained
2× PCR Master Mix (TaKaRa), 1μL of each specific
forward and reverse primers, and 0.5μL diluted cDNA.
Ovary’s cDNA was used as template. Cycling conditions
were as follow: 94◦C for 3 min, followed by 34 cycles of
30 s at 94◦C, 30 s at 55◦C, and 1 min at 72◦C, plus a
final extension step of 10 min at 72◦C. The PCR prod-
ucts were analysed by electrophoresis on 1% agarose gels
stained with SYBR Green (Invitrogen). The DNA frag-
ments were purified using an OMEGAGel Extraction kit
(OMEGA, Dalian, China), ligated into vector PMD19-T
(TaKaRa), and transformed into chemically E. coli Com-
petent Cells DH5α (TaKaRa, Dalian, China), according
to the manufacturer’s instructions. Then the recombinant
plasmids were sequenced.

Sequence analysis and genomic structure analysis

CLUSTALW software (http://www.genome.jp/tools/clus
talw/) was used for multiple alignments of amino acid
sequences based on which a phylogenetic tree was con-
structed using MEGA6 (http://www.megasoftware.net).
The 5′-flanking sequences of Sox7, Sox17 and Sox18were
analysed to identify potential transcription factor bind-
ing sites using the MatInspector (http://www.genomatix.
de/matinspector.html), an online program. Chromosome
synteny was performed on the GENE module available in
NCBI (https://www.ncbi.nlm.nih.gov/gene/).

Expression pattern analysis by quantitative real-time PCR
(qRT-PCR)

The expression levels ofSoxF genes in embryos of different
developmental stages and in adult tissues were analysed

by qRT-PCR. cDNA templates were generated by the
method described in the previous section. Three technical
replicates were carried out for each of the three biologi-
cal replicates of every sample. 40S rRNA gene was used
as a reference gene in expression profiling owing to its
stable expression in different tissues and in various devel-
opmental stages (Zhang et al. 2016). A standard curve was
constructed using serially diluted cDNA (100, 50, 20, 10, 5,
2 and 1%) (figure 1 in electronic supplementarymaterial at
http://www.ias.ac.in/jgenet/). The correlation coefficients
(R2) were all > 0.99. All samples used for qRT-PCR
experiments had the same concentration. The products
were further amplified with 18S primers to exclude pos-
sible DNA contamination. The primers were designed
on Primer Premier5 (PREMIER, Palo Alto, USA) and
synthesized by Sangon Biotech (Shanghai, China). Speci-
ficity, efficiency, and linearity ranges were established
for all primer pairs using DNA electrophoresis, melt-
ing curves and standard curve analyses. The primers of
Sox7 and Sox17 span 3′ UTR and the ORF to ensure
mRNA specificity. The primers of Sox18 were designed
using sequence within the ORF but not the conserved
domains to prevent nonspecific amplification (figure 1;
table 2).
qRT-PCR was performed using a Light Cycler Roche

96 apparatus (Roche Diagnostics, Mannheim, Germany),
in a 20μL reaction volume containing 2× Ultra SYBR
Mixture (TaKaRa), 0.2μM of each specific forward and
reverse primers, and 1μL diluted cDNA. Cycling condi-
tions for amplification were as follows: 10 min at 95◦C,
followed by 50 cycles of 15 s at 95◦C, and 1 min at
60◦C. Cycling conditions for melting curve analysis were
as follows: 10 s at 95◦C, 60 s at 65◦C, and 1 s at
97◦C.
The data collected by Light Cycler Roche 96 software

was analysed using SPSS 20.0 software. All data were
expressed as the mean of RQ value (2−��CT ) (�CT =
CT value of the target gene minus the CT value of

http://www.genome.jp/tools/clustalw/
http://www.genome.jp/tools/clustalw/
http://www.megasoftware.net
http://www.genomatix.de/matinspector.html
http://www.genomatix.de/matinspector.html
https://www.ncbi.nlm.nih.gov/gene/
http://www.ias.ac.in/jgenet/
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Figure 1 (continues)
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Figure 1 (continues)

40S rRNA, ��CT = �CT of any sample minus cal-
ibrator sample) (Livak and Schmittgen 2011). One-way
ANOVAfollowedby least-significant difference (LSD) test
were performed for each organ and developmental stage
to identify significant differences between samples. Sta-
tistically significant differences were considered if P <

0.05.

Results

Sequence analysis of C. carpio SoxF (CcSoxF)genes

The full-length cDNA sequence of carp Sox7was 2339 bp,
including a 265 bp 5′ UTR and a 880 bp 3′ UTR and the
ORF was 1194 bp. The predicted amino acid sequence

was 397 residues long and contained a 72 amino acids
SOX HMG box DNA-binding domain at positions 42–
113, and a SOX C-terminal transactivation domain (215
amino acids long). The amino acid sequence of the DNA-
binding site was RMNFMAKRANKGWR, consisting of
amino acids at positions 45, 47, 48, 50, 51, 54, 55, 58, 62,
70, 75, 78, 81 and 100 (figure 1a).

The full-length cDNA sequence of Sox17 was 1653
bp contained an ORF of 999 bp, a 5′ UTR of 134
bp, and a 3′ UTR of 520 bp. The predicted amino
acid sequence was 332 residues long, and contained
a conserved HMG box DNA-binding domain of 72
amino acids at positions 62 to 133. Within the HMG
box DNA-binding domain, the amino acid component
of DNA-binding sites was same as in the Sox7 (fig-
ure 1b).
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Figure 1. Nucleotide sequences of (a) Sox7, (b) Sox17 and (c) Sox18 in C. carpio. The deduced amino acid sequence is shown
underneath the CDS. The HMG Box domain is shaded in gray and the C-TAD domain is boxed. The start and stop codons are
shaded in red. TheDNA-binding sites are shaded in yellow. Primers designed for qRT-PCR experiments are in a red box. Nucleotides
and amino acids are numbered at the right end of the lines.
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Table 2. Sequence of the primers used in qRT-PCR.

Usage Primer name Primer sequences (5′−3′) Product size (bp) GenBank
accession numbers

qRT-PCR Sox7-RT-Fw 5′- CATCCACTCATCTCTCTCAC -3′ 184 KY860088
Sox7-RT-Rv 5′- GGACGAATACGCGCTTATCA -3′

qRT-PCR Sox17-RT-Fw 5′- GGCTACAGTCTACATTCATC -3′ 127 KY860089
Sox17-RT-Rv 5′- AGACATCAAGACTGAGCTGG -3′

qRT-PCR Sox18-RT-Fw 5′- CCTGCCTTCACCTCTCATCT -3′ 120 KY860090
Sox18-RT-Rv 5′-TCAATCCTGTCCACTTCACC-3′

qRT-PCR 40S-RT-Fw 5′- CCGTGGGTGACATCGTTACA-3′ 117 AB012087
40S-RT-Rv 5′-TCAGGACATTGAACCTCACTGTCT-3′

qRT-PCR 18S-RT-Fw 5′- GAGTATGGTTGCAAAGCTGAAAC-3′ 129 FJ710826
18S-RT-Rv 5′-AATCTGTCAATCCTTTCCGTGTCC-3′

Figure 2. Multiple alignments of SoxF subgroup proteins in different species, Sox7, Sox17, Sox18. All the sequences of SoxF
homologues were retrieved from NCBI. The HMG Box characteristic of Sox proteins are in red frame. The alignment was generated
by DNAMAN. GenBank accession numbers of sequences are shown in supplementary table 1.

The full-length cDNA sequence of carp Sox18was 2458
bp contained a 5′ UTR of 243 bp, a 3′ UTR of 895
bp, and an ORF of 1320 bp that predicted 439 amino
acids. The HMG box was composed of 72 amino acids.

The sequence of Sox18 DNA-binding site was RMNF-
MAKRANKGWR, consisting of amino acids at positions
96, 98, 99, 101, 102, 105, 106, 109, 113, 121, 126, 129,
132 and 151. The 225 amino acids of the SOX C-terminal
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Table 3. Amino acid sequence percent identities of C. carpio Sox7, Sox17 and Sox18
compared to other vertebrates SoxF subgroup proteins respectively.

Cc% Dr% On% Cv% Xt% Mm% Mf% Hs% As% Gg% Za% Gj%

(a)
Cc 100
Dr 96.4 100
On 75.1 76.0 100
Cv 73.3 73.8 86.5 100
Xt 57.8 57.4 54.4 52.2 100
Mm 56.2 57.4 52.4 50.3 62.6 100
Mf 56.2 57.4 52.4 50.3 62.6 100 100
Hs 55.2 55.8 51.0 49.2 63.9 89.2 89.2 100
As 53.4 53.6 52.8 50.7 57.2 66.6 66.6 67.0 100
Gg 51.5 52.3 51.0 49.7 56.2 60.4 60.4 61.6 73.5 100
Za 51.5 51.6 50.0 48.2 55.6 59.4 59.4 60.1 72.9 88.8 100
Gj 46.4 47.4 45.8 45.1 51.5 53.1 53.1 53.6 66.8 57.4 56.6 100

Cc% Sr% Dr% On% Pr% Ee% Mf% Hs% Xt% Bt% Gg% Mm%

(b)
Cc 100
Sr 88.2 100
Dr 71.5 70.1 100
On 55.3 44.0 43.0 100
Pr 53.8 43.1 42.7 86.5 100
Ee 46.7 38.2 39.0 53.1 54.3 100
Mf 46.2 37.1 38.5 53.1 54.8 88.8 100
Hs 45.8 37.3 39.0 52.0 54.0 88.0 96.6 100
Xt 45.5 39.2 39.0 47.7 47.9 50.1 48.4 49.2 100
Bt 44.4 35.8 37.6 53.0 54.2 86.8 88.4 88.4 48.3 100
Gg 44.3 34.9 36.5 49.2 51.2 59.0 57.8 57.9 48.9 61.4 100
Mm 42.9 34.8 35.7 50.9 53.5 81.7 82.8 83.0 49.5 81.3 57.1 100

Cc% Dr% Ip% Am% Lc% Gg% Pm% Xt% Ee% Mm% Hs% Mf%

(c)
Cc 100
Dr 95.8 100
Ip 69.2 71.8 100
Am 52.8 54.6 50.4 100
Lc 52.4 54.2 52.0 74.0 100
Gg 50.1 51.4 50.0 87.1 72.9 100
Pm 49.7 51.0 50.1 87.6 73.1 96.2 100
Xt 48.9 49.8 48.1 65.7 58.3 61.3 61.5 100
Ee 39.5 39.9 38.1 51.5 45.9 50.3 50.5 48.6 100
Mm 39.1 39.0 37.5 48.9 46.6 48.9 47.9 48.2 78.6 100
Hs 38.6 38.9 37.1 50.9 46.8 52.5 51.0 49.4 83.3 87.5 100
Mf 38.6 38.9 37.1 50.6 47.1 52.5 51.0 49.1 83.6 87.3 98.7 100

The highest per cent is in bold character. For GenBank accession numbers of sequences
see table 1 in electronic supplementary material.
a: Sox7, b: Sox17, c: Sox18.
Am, Alligator mississippiensis; As, Alligator sinensis; Al, Austrofundulus limnaeus; Bt,
Bos taurus; Cc, C. carpio; Cv, Cyprinodon variegatus; Dr, Danio rerio; Ee, Erinaceus
europaeus; Gg, Gallus.gallus; Gj, Gekko japonicus; Hs, Homo sapiens; Ip, Ictalurus
punctatus; Lc, Latimeria chalumnae; Mm, Musmusculus; Mf, Macaca fascicularis; On,
Oreochromis niloticus; Pr, Poecilia reticulata; Pm, Parus major; Sr, Sinocyclocheilus
rhinocerous; Xt, Xenopus tropicalis; Za, Zonotrichia albicollis.
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transactivation domain were located at positions 205–429
(figure 1c).
Based on these results, the three sequences of C. car-

piowere submitted toGenBank:Sox7 (KY860088),Sox17
(KY860088) and Sox18 (KY860088).

Alignment and phylogenetic analysis

Using NCBI and CLUSTALW, BLASTp analysis showed
that Sox7, Sox17 and Sox18 had conserved HMG boxes
(figure 2). Moreover, the deduced amino acid sequences of
Sox7 and Sox18 showed high homology with zebrafish
Sox7 (96.4%) and Sox18 (95.8%), but low homology
with human, mouse, chicken and monkey Sox7 (46.4–
56.2%) and Sox18 (50.1–38.6% homology). The amino
acid sequence of Sox17 showed high homology with
Sinocyclocheilus rhinocerous Sox17a (88.2%) and zebrafish
Sox17 (71.5%) (table 3).

To evaluate the evolutionary relationships between carp
SoxF genes and other species, a phylogenetic tree was
constructed using the MEGA6 software. Sox7, Sox17
and Sox18 were split into three different branches. The
sequences of amino acids between carpSox7 and zebrafish
Sox7 were highly identical; the two genes were grouped
into one clade. Carp Sox18 was homologous to zebrafish
Sox18, and carp Sox17 was homologous to S. rhinocer-
ous Sox17a (figure 3) (table 1 in electronic supplementary
material at http://www.ias.ac.in/jgent/).

Chromosome synteny and genomic analysis

The genomic DNA sequence of carp Sox7 (https://www.
ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?mode
=Info\&id=7962) was interrupted by one intron between
positions 497 and 1696 bp of the complete ORF, which
was 1199 bp long (figure 4a). Two copies of Sox7 were
found located at scaffolds 1136 and 77. The genomicDNA
sequences and cDNA sequences of two Sox7 were identi-
cal. The genomic sequence of one Sox7was flanked by the
genes tdh3, pinx1, rp1l1 and blk. Another was flanked by
the genes IGFBP5, ZBED4 and sirt7. Analysis of the data
of whole-genome sequences and a cross-species compari-
son of chromosome locations showed that the genes tdh3,
pinx1, sox7, rp1l1 and blk were always closely linked in
fish. Except blk, these genes were also linked in mice and
human.
The Sox17 genomic sequence had four introns, whose

lengths were 773, 43, 134 and 72 bp (figure 4b). The Sox17
gene was detected on LG17. In medaka and in tilapia,
Sox17 and Sox17a were adjoined. In Xenopus, the Sox17
andSox17bwere adjoined. Therewas only oneSox17 gene
in carp and zebrafish, which was similar to the Sox17 gene
in mammals. Among the flanking genes, only lypla1 was
conserved among the analysed species.

The Sox18 genomic sequence contained one intron
between 628 and 1837 bp, whose length was 1209 bp. Two
copies of Sox18 were found located on scaffold 192. The
two copies of Sox18 were adjacent, and flanked by tcea2
and xkr7. The cDNA sequences of the two Sox18 copies
were identical (figure 4c). The arrangement of flanking
genes was highly conserved in fish.

Analysis of binding sites for transcription factors

The 2000 bp 5′-flanking sequences upstream of Sox7,
Sox17 and Sox18 were analysed with genomatix soft-
ware (Genomatix, AnnArbor, USA). Transcription factor
binding sites with a matrix score higher than 0.9 were
generally satisfied from numerous potential binding sites
for transcription factors that were predicted within the 5′
regulatory region. These transcription factor binding sites
are drawn on the schematic diagram (see figure 5; table 2
in electronic supplementary material). Among the tran-
scription factors binding sites, BSX and NEUROG are
closely related to neurogenesis, Oct4, Nanog and FOXL1,
regulate pluripotency and stem cell properties, MEF2/3
and GATA regulate the cardiovascular system, and finally
MTBF and HNF6 are muscle-specific and liver-enriched.
AP1, CEBPB and Sp1 are also identified.

The homology of C. carpio to D. rerio, at 2000-bp
upstream 5′-flanking sequences of Sox7, Sox17 and Sox18
were 43.81, 38.37 and 55.02%, respectively.
The homology of C. carpio to O. latipes at 2000 bp

upstream 5′-flanking sequences of Sox7, Sox17 and Sox18
were 32.96, 28.18 and 27.37%, respectively.
The 2000-bp upstream 5′-flanking sequences of Sox7,

Sox17 and Sox18 inD. rerio andO. latipes were also anal-
ysed with genomatix software. Between C. carpio andD.
rerio, 19, 10 and 21 same transcription factor binding sites
were found in Sox7, Sox17, Sox18 respectively. Compared
withC. carpio, there were 23, 10 and 20 same transcription
factor binding sites respectively in the Sox7, Sox17, Sox18
ofO. latipes. Among the transcription factor binding sites
of Sox7, BSX, GATA4, NF-Y, Oct6, Sox4 and Sox9 were
only found in C. carpio. FOXL1 and Oct6 were unique in
C. carpio Sox17.ForSox18, GATA2,Oct4,Sox2 andSox7
were unique in C. carpio (table 2 in electronic supplemen-
tary material).

Expression pattern of the CcSoxF genes during embryonic
development

We studied five different developmental stages of carp
embryos including blastocyst, gastrula, nerve embryonic
stage, tail-bud stage and hatching stage.Sox7had the high-
est expression in gastrula followedby the tail-bud stage and
hatching stage. Sox7 expression was extremely low in blas-
tocysts and in the nerve embryonic stage. The expression
of Sox17 was highest in gastrula, followed by the nerve

http://www.ias.ac.in/jgent/
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?mode=Info\&id=7962
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?mode=Info\&id=7962
https://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?mode=Info\&id=7962
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Figure 3. Phylogenetic tree ofC. carpio Sox7, Sox17 and Sox18 in comparison with SoxF proteins in other representative vertebrates
using predicted amino acid sequences. The phylogenetic tree was constructed byMEGA (ver. 6.0) using the neighbour-joiningmethod
with 1000 bootstrap replicates. The scale bar is 0.5. GenBank accession numbers of sequences are shown in supplementary table 1.

embryonic stage. The expression of Sox17 was extremely
low in blastocysts, in the tail-bud stage, and in the hatch-
ing stage. The expression of Sox18 was extremely low in
all developmental stages (figure 6).

Expression pattern of the CcSoxF genes in adult tissues

Sox7 had the highest expression in brain, followed by
spleen, heart, eye, muscle, fin, scales, gill, kidney, gut and



Genes of SoxF subgroup in the C. carpio 167

Figure 4. Genomic organization and chromosomal synteny. (a) Sox7, (b) Sox17 and (c) Sox18. Schematic presentation of genetic
structure, exons (dark blue), and introns (light blue). C. carpio Sox7, Sox17 and Sox18, and their protein products. The 5′ and
3′ UTR (light green), and ORF (dark green) encoding the amino acid sequences are shown relative to their lengths in the cDNA
sequences. Protein domains are shown relative to their lengths and positions in the amino acid sequences. N-ter, N-terminal domain
(yellow); HMG box, high-mobility group box domain (pink); C-ter, C-terminal domain (purple). The following figures show the
length and position of the sequence, chromosome syntenic relationships of C. carpio Sox7, Sox17 and Sox18 genes with teleostean
orthologues. Conserved syntenies are shown for chromosomal segments containing Sox7, Sox17 and Sox18. Rectangles represent
genes in chromosome scaffolds and arrows represent gene-coding directions. Chr, chromosome; Sca, scaffold.
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Figure 5. A schematic diagram of putative regulatory motifs in the promoter of (a) Sox7, (b) Sox17 and (c) Sox18 in C. carpio. The
scale is above and the full name of the potential transcription factor binding sites are provided at the bottom. The plus and minus
signs indicate the transcription factors binding strand. Transcriptional start site (ATG) is designated as +1. Transcription factors
names are shown in supplementary table 2.

Figure 6. Relative expression levels ofC. carpio Sox7, Sox17 and Sox18 during embryonic development. Data were normalized using
the reference gene 40S. Different letters indicate significant differences of the expression levels of SoxF genes at each stage which was
analysed by one-way ANOVA followed by LSD test at a 0.05 probability level using SPSS software. The relative expression values
are shown in table 3 in electronic supplementary material.

liver. Sox7 expressed extremely at low levels in the gonads.
The expression levels of Sox17 and Sox18 were relatively
low compared to Sox7. The expression level of Sox17 was
highest in the eye, followed by spleen, heart, brain, gill,
fin, scale and muscle. The expression level of Sox17 was

extremely low in gut, kidney, liver and gonad. The expres-
sion level of Sox18 was highest in the heart, followed by
brain, spleen, eye, gut, kidney, muscle and gonad. The
expression level of Sox18 was extremely low in fin, gill,
liver and scale (figure 7).
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Figure 7. Relative expression levels of femaleC. carpio Sox7, Sox17 and Sox18 genes in different adult tissues. Data were normalized
using the reference gene 40S. Different letters indicate significant differences of expression levels of SoxF genes in each organ which
was analysed by one-way ANOVA followed by LSD test at a 0.05 probability level using SPSS software. The relative expression values
are shown in table 3 in electronic supplementary material.

Expression pattern of the CcSoxF genes in adult brain

Because of the high levels of expression found in the brain,
we investigated the expression levels of Sox7, Sox17 and
Sox18 in five parts of the brain. The expression level
of Sox7 was highest in the mesencephalon, followed by
the epencephalon, telencephalon, and diencephalon. The
expression level of Sox7 was lowest in the macromyelon.
The expression levels of Sox17 and Sox18 were relatively
low compared to Sox7. Sox17 had the highest expres-
sion levels in the epencephalon, followed by diencephalon.
Sox17 expression was extremely low in the macromyelon,
mesencephalon and telencephalon. The expression level
of Sox18 was highest in the mesencephalon followed by
the macromyelon and extremely low in the diencephalon,
epencephalon and telencephalon (figure 8).

Discussion

According to the previous reports, the interplay between
Sox7 and RUNX1 regulates hemogenic endothelial fate
(Lilly et al. 2016). Sox18 regulates the development of
blood vessels and regulates lymphangiogenesis (Wang
et al. 2015). Sox17 promotes endothelial cell differenti-
ation and hematopoiesis (Goveia et al. 2014; Clarke et al.
2015). SoxF promotes neuronal apoptosis and affects the
development of the neural tube. Sox17 has been involved
in brain arteriovenous vessels (Duong et al. 2014; Bas-
taki et al. 2016). There has been few research concerning

neurogenesis. In this study, we investigated the structure,
chromosome synteny, transcription factor binding sites in
the 5′ flanking regions and expression pattern of SoxF in
carp.
There were two copies of Sox7 in the carp genome of

which one was located in scaffold 1136 and flanked by
pinx1 and rp1l1. In fish and mammals, pinx1, Sox7 and
rpl11 were neighbouring genes, but there was differences
in gene arrangement between fish and mammals. Another
copy was located in scaffold 77 flanked by zbed4 and sirt7.
However, the gene arrangement on both sides of Sox7was
not conserved. We speculate that the duplication of this
genemight be due to chromosome rearrangements or gene
insertions.
We found that Sox17 was located in LG17. In medaka

and tilapia, Sox17 and Sox17a were adjoined. In Xeno-
pus, Sox17 is located next to Sox17b. In carp, zebrafish
and mammals, only one copy of Sox17 was found. Sox17
and lypla1 were clustered together in carp, while in other
species they were separated by mrpl15. The arrangement
and direction of genes aroundSox17were different. There-
fore, in fish, the rearrangement of genes around Sox17 had
often taken place.
We detected two copies of Sox18 in carp scaffold 192

at different positions. Sox18 was flanked by tcea2 and
xkr7. These three genes are clustered together in fish. In
mammals, Sox18 is flanked by tcea2 and prpf6. There are
apparent differences in gene order and direction in differ-
ent species.
Chromosome rearrangement (translocations and

inversions) frequently occurred at the time of genome
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Figure 8. Relative expression levels of C. carpio Sox7, Sox17 and Sox18 genes in different parts of the adult brain. Data were
normalized using the reference gene 40S. Different letters indicate significant differences of the expression levels of SoxF gene in each
organ, which was analysed by one-way ANOVA followed by LSD test at a 0.05 probability level using SPSS software. The relative
expression values are shown in table 3 in electronic supplementary material.

replication in fish for SoxF genes. However, conservative
gene arrangement was generally consistent.
Two copies of Sox7 were detected in C. carpio genome.

One was located at scaffold 77, another at scaffold 1136.
The mature mRNA sequences, transcription factor bind-
ing sites, UTR sequences, and expression patterns of the
two copies were identical, but the sequence of their introns
was different. The flanking genes of Sox7 in scaffold 1136
and in scaffold 77 were also different. It is noteworthy that
the flanking genes of Sox7 in scaffold 1136 were conserved
among different species but the flanking genes of Sox7
in scaffold 77 were not. Therefore, we hypothesized that
the copy of Sox7 in scaffold 77 was caused by the insert.
A similar example also appeared in Sox18. Based on the
karyotype analysis of carp, Yu et al. (1987) suggested that
carp were likely to be tetraploid. The tetraploid under-
went a long process and gradually evolved into diploid.
In this process, some segments of chromosomes and genes
were inserted, or deleted, and their positions changed fre-
quently. We suggest that it was possible that variation in
gene arrangement around SoxF along chromosomes were
caused in this process.
Analysis of the patterns of gene expression is the basis

of the study of gene function. In the previous report, the

SoxF transcription factors play a complex role in regulat-
ing cardiovascular and vascular development in mice and
zebrafish, and in regulating Xenopus embryonic develop-
ment (Lilly et al. 2017). SoxF promotes the proliferation
and differentiation of lymphatic vessels (Francois et al.
2011). Sox7, Sox17 and Sox18 regulate vascular develop-
ment in mouse retina (Zhou et al. 2015). SoxF genes are
dispensable for primitive endoderm differentiation. In this
study, SoxF genes were expressed in each developmental
stage of carp. The expression level was highest in gastrula.
SoxF genes were expressed in all adult tissues. The expres-
sion levelwas highest in eye, spleen andheart. These results
indicated that the SoxF genes seemed to possess functions
similar to those previously reported in other animals.
However, the expression level of SoxF genes was high in

the brain. Therefore, a meticulous analysis of the expres-
sion of SoxF was performed in five regions of the carp
brain. Sox7 and Sox18 exhibited the highest expression
in the mesencephalon. Sox17 was highly expressed in the
epencephalon. We hypothesized that SoxF genes might be
associated with neurological development.
Sequences at 5′ UTRs play an important role in the

regulation of gene expression. We analysed the 2000-bp
upstream 5′ flanking sequences of each member of the
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SoxF subgroup using bioinformatics software. We iden-
tified several transcription factor binding sites related to
neural development.
BRN4 induces differentiation of neural stem cells into

neurons and promotes maturation of new neurons and
maintains cells survival (Tan et al. 2010). BRN3 regulates
the development of the central nervous system; it is an
important factor that regulates the normal development
and differentiation of retinal ganglion cells (Huang et al.
2011). HNF induces pluripotent stem cells to differenti-
ate into hepatic cells (Yahoo et al. 2016). BSX plays an
important role in the early stages of vertebrate neuronal
determination and neurogenesis (Takahashi and Holland
2004). In addition, RUSH, FOXL1, MYT1 and GSH2
might interact with SoxF genes to regulate their functions
in the nervous system. Oct4, TAL1 and Nanog might be
attributed to neural stem/progenitor (Gabut et al. 2011).

Other transcription factor binding sites were found. The
GATA family of transcription factors plays an indispens-
able role in ectoderm differentiation, in the hematopoietic
system, and in the development of the heart, thymus and
intestine (Jin and Liu 2009; Tarradas et al. 2016). MEF2
regulates cardiac development and the cardiovascular sys-
tem (Desjardins and Naya 2016; Sacilotto et al. 2016).
These results correspond to the previous study about the
function of SoxF on vascular development (Morini and
Dejana 2014; Kim et al. 2016). AP1, CEBPB and Sp1 are
widely expressed in eukaryotes and play an important role
in various cells processes.
The discovery of these transcription factor binding sites

and the expression pattern analysis of SoxF genes were
consensus. These results further verify that SoxF genes
might participate in neurological development and are
important for maintaining neurological functions.
In summary, we obtained the full-length cDNA seq-

uence of SoxF genes including Sox7, Sox17 and Sox18
in carp. Both Sox7 and Sox18 have two copies. The con-
struction of a phylogenetic tree showed that these genes
were homologous to genes in other species. Chromosome
synteny analysis indicated that the gene order of Sox7 and
Sox18was highly conserved in the fish. However, genomic
sequences aroundSox17 in fishwas rearrangedduring evo-
lution. Numerous putative transcription factor binding
sites were identified in the 5′ upstream flanking regions
of SoxF genes, which may be involved in the regulation
of the nervous system, vascular epidermal differentiation
and embryonic development. The expression patterns of
SoxF genes indicated a potential function of SoxF genes
in neurogenesis and vascular development in carp. These
results provide new information for further studies on the
potential functions of SoxF genes in carp.
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